Introduction

36
LysR-type transcriptional regulators (LTTRs), first named after LysR, a 37 transcriptional activator of lysA in Escherichia coli (1), have expanded considerably 38 to the largest family after three decades and spread ubiquitously in bacteria. They 
Materials and Methods
82
Strains and Media
83
Escherichia coli strains were cultured in LB medium. Liquid 3% TSB plus 5 % 84 PEG6000 was used for vegetative mycelium preparation in primary metabolism. Solid
85
R2YE and liquid YEME media were used for cell differentiation of S. coelicolor, and
86
MS medium was for spore preparation (13, 23).
87
Plasmid construction
88
All plasmids and primers were listed in Table 1 and Table 2 PCR, and DNA fragments were verified by DNA sequencing.
101
Strain construction
102
Streptomyces coelicolor strains used in this study were listed in Table 3 . stgR was 7 disrupted by PCR-targeting strategy (25) of GFP when cells produced Red and Act both in wild type and ΔstgR mutant (Fig. 2) ,
210
suggesting stgR expression was down-regulated during secondary metabolism.
211
Meanwhile, it was also observed that GFP protein level in ΔstgR mutant was much 212 lower than that in wild type at all developmental phases (Fig. 2) (Fig. 3A) . EMSA showed that purified StgR could bind to the whole 225 intergenic region of stgR and SCO2965 (stgRpFL) (Fig. 3B) showed that StgR could bind to stgRp, but not to SCO2965p (Fig. 3C) . Moreover, the 231 protein control TrxA expressed from void pET32a did not bind to stgRp (Fig. 3D) codon as determined by DNase I footprinting assay (Fig. 4) (Fig. 5D ), supporting the hypothesis that only the secondary metabolites from S. The ratios of absorbance to wet weight were calculated and numbers in the graphs
295
were the means of three independent experiments. SD (standard deviation) was shown (V-stgRpFL) were used for binding assays with 0 ng, 50 ng, 100 ng of purified StgR.
317
The shifted bands were the protein-DNA complex. 
